SI Materials and Methods
cRNA by using an Agilent Low Input Quick Amp Labeling Kit. Following labeling and clean up, cRNA and dye incorporation were quantified with the use of an ND-1000
Spectrophotometer. After fragmentation, labeled cRNA samples were hybridized to Agilent whole human genome 4 × 44 K DNA microarrays. Following hybridization and washing, the microarrays were scanned with an Agilent DNA Microarray Scanner G2565BA and the intensities were extracted with Agilent Feature Extraction software ver.10.7.3.1. Data analyses were conducted with Agilent GeneSpring GX software ver.12.5. Microarray data were normalized with the 75th percentile shift method.
Preprocessing of input data was concluded by baseline transformation to the mean of control samples. Differential gene expression was statistically determined by ANOVA.
The resultant P-values were corrected for multiple testing according to the BenjaminiHochberg method. A list was acquired of genes that were either induced or suppressed more than 1.5 fold (corrected P value < 0.05) (SI Appendix, Table S2 ). The microarray data from HUVECs have been deposited in the NCBI Gene Expression Omnibus under accession number GSE56976.
Immunofluorescence analyses in vivo.
To investigate the expression of E-selectin in the endothelium in vivo, lung samples of mice pre-treated with or without ANP (0.5 μg/kg/min) and stimulated with LPS (1.0 mg/kg) for 5 h were embedded in optimal cutting temperature compound (Sakura Finetek Japan Co, Ltd., Tokyo, Japan), snapfrozen in acetone-dry ice and sectioned to 6-m thickness. The frozen tissue sections were fixed in acetone for 15 min at 4 °C and air-dried for 30 min. After each step, the tissue sections were rinsed twice in phosphate-buffered saline (PBS) for 5 min. Measurements of blood pressure and heart rate. Blood pressure and heart rate were measured in conscious mice by means of the tail-cuff method, as previously reported (4) . Data are means ± SEM from 7-week-old mice treated with vehicle or ANP. (n = 6, per group).
